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Supplemental Figures S1 – S3, and Supplemental Table Legends 
 
Supplemental Figure S1. Heatmap of the top 25 16S rRNA gene OTUs, including chloroplast, 
with percent relative abundance values shown for each labeled taxon. OTUs are named by Phyla, 
and the most likely genera. 
 
Supplemental Figure S2. Phylogenetic tree of 16S rRNA gene sequences identified from MAGs 
within the bacterial and archaeal dataset. Accession numbers of near relatives are shown in 
addition to MAG numbers from which 16S sequence originated. The unbootstrapped tree was 
produced by adding aligned 16S rRNA gene sequence to the global SILVA tree within ARB, and 
removing unnecessary sequence to reduce tree size. 
 
Supplemental Figure S3. KEGG metabolic map of genes identified within the putative Picocystis 
MAG (eukaryotic MAG 1). Identified enzymes and pathways are shown in green. 
 
Supplemental Table S1. Water chemistry (ICP AES/IC) results from Mono Lake, well water, and 
Lee Vining, Mill, Rush, and Wilson creeks. Filter volumes (in mL) for all water samples. 
 
Supplemental Table S2. 16S/18S rRNA gene sequencing mapping file and summary statistics of 
individual rRNA gene sequence libraries after quality control.  
 
Supplemental Table S3. Summary statistics of metagenomic and transcriptomic assemblies. 
Identified genes within each assembly (“Gene hits”) from 2, 20, 25 m and sediment samples. 
Summary statistics and putative identification of MAGs using CheckM, and identified genes 
within MAGs.  
 
Supplemental Table S4. Identified transcripts across the de novo co-assembled 
metatranscriptome, including differential expression results. Avalible for download at 
http://dx.doi.org/10.6084/m9.figshare.6272159.  
 
Supplemental Table S5. Minimum information for publication of quantitative real-time PCR 
experiments (MIQE) for 16S and 18S rRNA gene qPCR.  
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Archaea;Euryarchaeota;Thermoplasmata;Marine Benthic Group D and DHVEG-1;
Bacteria;Proteobacteria;Gammaproteobacteria;Competibacterales;Competibacteraceae;Candidatus Contendobacter
Bacteria;Proteobacteria;Gammaproteobacteria;Nitrosococcales;Nitrosococcaceae;MSB-1D1
Bacteria;Proteobacteria;Gammaproteobacteria;Gammaproteobacteria Incertae Sedis;Unknown Family;Wenzhouxiangella;
Bacteria;Proteobacteria;Gammaproteobacteria;Nitrococcales;Nitrococcaceae;Spiribacter
Bacteria;Proteobacteria;Gammaproteobacteria;Oceanospirillales;Alcanivoracaceae;Alcanivorax;

